What's in that band?
The analysis of molecular variation in parasites has important implications for studying gene function and organisation, taxonomy, phylogeny and population genetics. Polymerase chain reaction-based mutation scanning methods can have significant advantages over some currently used DNA approaches for the analysis of allelic and mutational sequence variation in parasites. The present report describes briefly the principles of some of these methods, examines some of their advantages and disadvantages, and indicates their potential for applications in parasitology.